STIC-Biotech/ChemLib 



/7?<?// 



From: 

Sent: 

To: 

Subject: 



Steadman, David (AU1652) 

Wednesday, February 08, 2006 1:18 PM 

STIC-Biotech/ChemLib 

10/601,01 1 sequence search request 



NAME: David Steadman 
AU: 1656 
Date: 2/8/06 
Office: Remsen 2B05 
Mailbox: Remsen 3C70 




Please search the following sequences in commercial databases: 

1) amino acids 126-388 of SEQ ID NO:l against amino acid databases. 

2) amino acids 126-388 of SEQ ID NO:l against nucleic acid databases. 

Please save results to diskette. 
Thank you very much. 

David J. Steadman, Ph.D. 
Primary Examiner 
Art Unit 1656 

Protein Crystallography and Recombinant Enzymes 
Office: Remsen 2B05 
Mailbox: Remsen 3C70 
Phone: (571)272-0942 



********************* 



********************* 



******************** 



Searcher: 

Searcher Phone:. 



Type of Search 
NA# AA#:_ 



Vendors and cost where applicable. 



Online Time: 



Searcher Prep Time:. 



Date Searcher Picked up:. 



Date completed:. 



Encode/Transl : 

Structure #: Text:_ 

Inventor: Litigation:. 



S/L: Oligomer:. 



STN: 

DIALOG: 

QUESTEL/ORBIT: 

LEXIS/NEXIS: 

SEQUENCE SYSTEM: 



WWW/Internet:. 
Other (Specify):. 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: February 12, 2006, 18:56:45 / Search time 81 Seconds 

(without alignments) 
1426.625 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-601-011-1_COPY_JL26__388 
1383 

1 RQWALEDFE IGRPLGKGKFG SQRPMLRE VLEHPWI TANS S 263 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2443163 seqs, 439378781 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



2443163 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : A_Geneseq_21 : * 

1: geneseqpl980s : * 

2: geneseqp!990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 

9: geneseqp2005s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: February 12, 2006, 19:03:40 ; Search time 174 Seconds 

(without alignments) 
631.547 Million cell updates/sec 

US-10-601-011-1_COPY_126_388 
Perfect score: 1383 

1 RQWALEDFEIGRPLGKGKFG SQRPMLRE VLEHPW I TANS S 263 



Title: 
Perf ec 
Sequence : 

Scoring table: 
Searched: 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



1867569 seqs, 417829326 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: 



1867569 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Published_Applications__AA_Main: * 

1: /cgn2_6/ptodata/l/pubpaa/US07_PUBCOMB.pep: * 

2 : /cgn2_6/ptodata/l/pubpaa/US08_PUBCOMB.pep: * 

3 : /cgn2_6/ptodata/l/pubpaa/US09_PUBCOMB.pep: * 

4 : /cgn2_6/ptodata/l/pubpaa/US10A_PUBC0MB.pep: * 

5 : /cgn2_6/ptodata/l/pubpaa/US10B_PUBC0MB.pep: * 

6 : /cgn2_6/ptodata/l/pubpaa/USll__PUBCOMB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 



Run on: 



February 14, 2006, 20:29:25 



; Search time 3993 Seconds 
(without alignments) 
3744.009 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-601-011-1_COPY_126_388 
1383 

1 RQWALEDFEIGRPLGKGKFG 



SQRPMLREVLEHPWITANSS 2 63 



Scoring table: 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



5883141 seqs, 28421725653 residues 



Total number of hits satisfying chosen parameters: 



11766282 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- MODEL = f r ame +_p 2 n . mode 1 - DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10601011/runat_12 022 0 06_150911_1333 3/app_query. fasta_l 
-DB=GenEmbl -QFMT=fastap -SUFFIX=rge -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 -MODE=LOCAL 
-OUTFMT=pto -N0RM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 000 0000 00 -HOST=abss05p 
-USER=US10601011_@CGN_l_l_7415_@runat_12022006_150911_13333 -NCPU=6 -ICPU=3 
-N0_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=12 0 
- WARN_T I MEOUT =30 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP=6 -FGAPEXT =7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : GenEmbl : * 



1 : gb_ba : * 

2 : gb_in : * 

3 : gb_env : * 

4 : gb__om : * 

5 : gb_ov : * 
6 : gb_pat : * 
7 : gb_ph : * 

8 : gb _j?r : * 

9 : gb_ro : * 



10: gb_sts:* 



11: gb_sy:* 
12 : gb_un : * 



13 
14 
15 



gb__vi : * 
gb_htg : * 
gb_ pi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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Sequence 


38 


1332 


96 


.3 


1209 


6 


AX934319 


AX934319 
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45 1310 94.7 1194 9 AF537333 



AF537333 Rattus no 



GenCore version 5.1.7 
Copyright (c) 1993 - 2 006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_j?2n model 

Run on: February 14, 2006, 21:16:44 ; Search time 187 Seconds 

(without alignments) 
2499.993 Million cell updates/sec 

Title: US-10-601-011-1_COPY_126_388 
Perfect score: 1383 

Sequence: 1 RQWALEDFE IGRPLGKGKFG SQRPMLREVLEHPWITANSS 263 



Scoring table: BLOSUM62 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7 . 0 



Searched: 



1303057 seqs, 888780828 residues 



Total number of hits satisfying chosen parameters: 



2606114 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Command line parameters: 

- M0DEL= f r ame +_p2 n . model -DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10601011/runat_12 022 006_150916_13432/app_query. fasta_l 
-DB=Issued_Patents_NA -QFMT=fastap -SUFFIX=rni -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR__MAX=10 0 -THR_MIN=0 -ALIGN=15 
- MODE = LOCAL -0UTFMT=pto -NORM=ext -HEAPSIZE=50 0 -MINLEN=0 -MAXLEN=2000000000 
- H0ST=abs s 0 6p - USER=US 1060101 1 Js)CGN_l_l_2 9 0_@runa t_l 2 022 00 6_1 5 0 91 6_1 3 432 
-NCPU=6 -ICPU=3 -NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 
-DEV_TIMEOUT=12 0 - W ARN_T I M E OUT = 3 0 - THREADS = 1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP =6 
-FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0.5 -DEL0P=6 -DELEXT=7 



Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/l_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB . seq : * 

5 : /cgn2_6/ptodata/l/ina/H_COMB. seq: * 

6 : /cgn2_6/ptodata/l/ina/PCTUS_C0MB . seq : 

7 : /cgn2_6/ptodata/l/ina/PP_COMB . seq : * 

8 : /cgn2_6/ptodata/l/ina/RE_C0MB . seq : * 

9 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 



and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 



Run on: 



February 14, 2006, 21:21:44 



; Search time 14 04 Seconds 
(without alignments) 
168.433 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-601-011-1_COPY_126_388 
1383 

1 RQWALEDFEIGRPLGKGKFG 



SQRPMLREVLEHPWITANSS 263 



Scoring table : 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



6240305 seqs, 449581930 residues 



Total number of hits satisfying chosen parameters: 



12480610 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters : 

- M0DEL= f r ame +_p2 n . mode 1 - DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10601011/runat_12022 006__15092 0__13536/app_query. fasta_l 
-DB=Published_Applications_NA_New -QFMT=fastap -SUFFIX=rnpbn -MINMATCH=0 . 1 
-LOOPCL=0 -LOOPEXT=0 -UNITS=bits - START =1 -END=-1 -MATRIX=blosum62 
- TRANS = huma n4 0 . cdi -LIST=45 -D0CALIGN=2 00 -THR_SCORE=pct -THR_MAX=100 
-THR_MIN=0 -ALIGN=15 -MODE=LOCAL -0UTFMT=ptO -N0RM=ext -HEAPS IZE=5 0 0 -MINLEN=0 
-MAXLEN=2000000000 -HOST=abss06p 

-USER=US10601011_@CGN_l_l_335_@runat_12 022 006_15092 0_1353 6 -NCPU=6 -ICPU=3 
-N0_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=12 0 
- WARN_T I MEOUT =30 - THREADS =1 -XGAPOP=10 - XGAPEXT =0 . 5 -FGAPOP =6 -FGAPEXT=7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : Published_Applications_NA_New: * 



1 : /cgn2_6/ptodata/l/pubpna/US08_NEW_PUB . seq : * 

2 : /cgn2_6/ptodata/ l/pubpna/US06_NEW_PUB . seq : * 

3 : /cgn2_6/ptodata/l/pubpna/US07__NEW_PUB . seq : * 

4 : /cgn2_6/ptodata/l/pubpna/PCT_NEW_PUB. seq: * 

5 : /cgn2_6/ptodata/l/pubpna/US09_NEW_PUB . seq : * 

6 : /cgn2_6/ptodata/l/pubpna/US10_NEW_PUB . seq : * 

7 : /cgn2_6/ptodata/l/pubpna/US10_NEW_PUB . seql : * 

8 : /cgn2_6/ptodata/l/pubpna/USll_NEW_PUB . seq : * 

9: /cgn2_6/ptodata/l/pubpna/USll__NEW_PUB. seq2 : * 
10 : /cgn2_6/ptodata/l/pubpna/USll_NEW_PUB . seq3 : * 
11 : /cgn2_6/ptodata/l/pubpna/USll_NEW_PUB . seq4 : * 



12 : /cgn2_6/ptodata/l/pubpna/US60_NEW_PUB.seq:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 
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26 


4 14 


29. 


9 


2213 


7 


TTCI-1 0-770-726-31 

VJO XVJ f 1 \J / Z O J X 


sequence ji ( rtppj. 


27 


409 


29. 


6 


2190 


7 


TTCJ-1 0-947-249-1 04 

VJO XVJ -7*± / *± J? X VJ *± 


otJC^uciic. c ±u*t, App 


28 


405.5 


29. 


3 


2615 


11 


US _ll -136-527-2A7R 

wO XX X J O £t 1 6 O / O 


oequence z o / o , -"P 


2 9 


4 04 


29. 


2 


1915 


11 


TTCJ -1 1 -1 36-527-2876 
VJO XX Xju JZ / z. o / o 


oequence zo/o, Ap 


30 


403 


29. 


1 


1400 


11 


US -11- 13 6- 52 7-7767 


Secruence 7767 An 


31 


403 


29. 


1 


1402 


11 


US-11-136-527-3671 


Sequence 3671, Ap 


32 


403 


29. 


1 


1442 


11 


US-11-136-527-1916 


Sequence 1916, Ap 


33 


402 


29. 


1 


3144 


11 


US-11-136-527-2887 


Sequence 2 8 87, Ap 


34 


401.5 


29. 


0 


1715 


7 


US-10-947-249-56 


Sequence 56, Appl 


35 


401.5 


29. 


0 


3206 


7 


US-10-821-234-306 


Sequence 3 06, App 


36 


401 


29. 


0 


2226 


11 


US-11-136-527-3162 


Sequence 3162, Ap 


37 


401 


29. 


0 


4278 


11 


US-11-128-061-532 


Sequence 532, App 


38 


401 


29. 


0 


4278 


11 


US-11-128-049-532 


Sequence 532, App 


39 


400 


28. 


9 


2902 


11 


US-11-241-056-4 


Sequence 4, Appli 


40 


400 


28. 


9 


35893 


7 


US-10-860-436-2 


Sequence 2, Appli 


41 


399 


28. 


9 


1122 


11 


US-11-136-527-1805 


Sequence 1805, Ap 


42 


399 


28. 


9 


2685 


11 


US-11-000-688-270 


Sequence 270, App 


43 


398.5 


28. 


8 


1618 


11 


US-11-136-527-2397 


Sequence 2397, Ap 


44 


397 


28. 


7 


2312 


11 


US-11-136-527-3389 


Sequence 33 89, Ap 


45 


396.5 


28 . 


7 


2349 


11 


US-11-136-527-2338 


Sequence 2338, Ap 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 

Run on: February 14, 2006, 20:38:26 ; Search time 3735 Seconds 

(without alignments) 
3294.512 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US -10 -601-011- 1_C0PY_12 6_3 88 
13 83 

1 RQWALEDFEIGRPLGKGKFG SQRPMLREVLEHPWITANSS 263 



Scoring table : BL0SUM62 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 



Searched: 



41078325 seqs, 23393541228 residues 



Total number of hits satisfying chosen parameters: 



82156650 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Command line parameters: 

- MODEL = f r ame +_p2 n . model -DEV=xlp 

-Q=/abss/ABSSWEB_spool/US1060101l/runat_12 022 006_150 913_13 375/app_query.fasta_l 
-DB=EST -QFMT=fastap -SUFFIX=rst -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS = human 40 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MO DE= LOCAL 
-OUTFMT=ptO -N0RM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 000000000 -HOST=abss05p 
-USER=US10601011_@CGN_l_l_8010_@runat_12022006_150913_13375 -NCPU=6 -ICPU=3 
-N0_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=120 
- W ARN_T I MEOUT =30 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAP0P=6 -FGAPEXT=7 
-YGAPOP=10 -YGAPEXT=0 .5 -DEL0P=6 -DELEXT=7 



Database : EST:* 

1: gb_estl:* 
2: gb_est2:* 
3: gb_est3:* 
4 : gb_htc : * 
5: gb_est4:* 
6: gb_est5:* 
7: gb_est6:* 
8 : gb_est7 : * 
9: gb_gssl:* 
10: gb_gss2:* 
11: gb_gss3:* 



Pred. 



No. is the number of 



results predicted by chance to have a 



score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


1383 


100 


.0 


1212 


11 


DQ050151 


DQ050151 Homo sapi 


2 


1383 


100 


. 0 


1841 


4 


CR616247 


PR 61 624 7 


f ii 1 n — "1 f»T"irr 
mix _l c -iiy 


3 


1383 


100 


.0 


1992 


4 


CR621289 


V-IvO^i X O Zs 


f n "1 "1 _ ~\ pTirr 


4 


1383 


100 


.0 


2025 


4 


CR611278 


1 1 7fl 


"Fill T - 1 pnrr 


5 


1365 


98 


.7 


793 


8 


CX782148 


py 7 o o t a ft 


ilCjOV-.^ ±z 


6 


1322 


95 


.6 


811 


1 


AU124034 


r\\J X Z *± \J «j *± 


7\TT1 94074 


7 


1320.5 


95 


.5 


930 


5 


BX372079 


DA J /ZU / ? 


pv*) TO fi7 Q 
DA J / Z u / y 


8 


1316 


95 


.2 


1626 


4 


BC086984 


o d y o*fc 


KdLLUS HO 


9 


1309 


94 


.6 


961 


5 


BQ685975 


ID v D o j j / j 




10 


1305 


94 


.4 


1843 


4 


AK085861 


Avn ft ^ ft 6 1 


nub muscu 


11 


1294 


93 


.6 


1852 


4 


AK077513 


ATCfi 7 7 R 1 


PlUb muscu 


12 


1274 


92 


. 1 


855 


6 


CA488875 


r»a j ftft ft Tc 




13 


1264 


91 


.4 


1923 


4 


BC050630 


DL.UO U D j u 


rlOITiO Sapi 


14 


1208 


87 


.3 


720 


7 


CN273685 




± /UUUDUUO 


15 


1177 


85 


.1 


854 


8 


CX747442 


^-A / ft / ft *± Z 


UVj-L AiMflr / *t 


16 


1172 


84 


.7 


834 


8 


CX873538 


A O / j jjO 


rlDoL4 oz 


17 


1166 


84 


.3 


696 


7 


CN791002 


L.JM / y lUUZ 




18 


1158 


83 


. 7 


883 


6 


CA971494 


f'ZiQ'71 A QA 


AvjJiJML.UUKl 


19 


1131.5 


81 


.8 


1203 


5 


BU510028 


Hire 1 rimo 




20 


1118.5 


80 


. 9 


850 


7 


CK023559 




AVjhN COURT 


21 


1118 


80 


. 8 


936 


5 


BU915671 


DTTQ1 


AorjJNJCUUKI 


22 


1117 


80 


. 8 


838 


8 


CX219837 


pvo i Qon 
tAz lyoj / 


IYLNoj bU / o 


23 


1100.5 


79 


.6 


1055 


2 


BG027828 


DbUZ / o z o 


izr\'y~>QAiQA 
bUzz y 4 / 04 


24 


1100 


79 


.5 


736 


5 


BU210010 


BU210010 


602906028 


25 


1090 


78 


. 8 


1010 


2 


BG027837 


BG027837 


602294795 


26 


1087 


78 


.6 


635 


2 


BE299015 


BE299015 


601119568 


27 


1087 


78 


.6 


730 


1 


AW957623 


AW957623 


EST369693 


28 


1045 


75 


.6 


911 


5 


BU111086 


BU111086 


603127273 


29 


1043 


75 


.4 


978 


4 


CR591471 


CR591471 


f ull-leng 


30 


1043 


75 


.4 


1162 


4 


CR604968 


CR604968 


f ull-leng 


31 


1043 


75 


.4 


1199 


4 


CR600836 


CR600836 


full-leng 


32 


1043 


75 


.4 


1199 


4 


CR603941 


CR603941 


full-leng 


33 


1043 


75 


.4 


1227 


4 


CR605805 


CR605805 


full-leng 


34 


1042.5 


75 


.4 


859 


2 


BG290257 


BG290257 


602384959 


35 


1036 


74 


.9 


731 


7 


CR370688 


CR370688 


CR370688 


36 


1036 


74 


.9 


747 


5 


BX304728 


BX304728 


BX304728 


37 


1031 


74 


.5 


1923 


4 


AK075951 


AK075951 


Mus muscu 


38 


1020 


73 


.8 


607 


2 


BG077290 


BG077290 


H3013F02- 


39 


1017 


73 


.5 


826 


10 


AY421575 


AY421575 Homo sapi 


40 


1016 


73 


.5 


810 


8 


DN510979 


DN510979 


HL02021B1 


41 


1015.5 


73 


.4 


1065 


5 


BX425271 


BX425271 


BX425271 


42 


1013.5 


73 


.3 


890 


5 


BU105061 


BU105061 


603007034 


43 


1011 


73 


.1 


890 


8 


DN110878 


DN110878 


1109950 M 


44 


1007 


72 


.8 


674 


5 


BX846885 


BX846885 


BX846885 


45 


1004 


72 


.6 


784 


8 


CX232498 


CX232498 


MBM12224 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score : 
Sequence : 

Scoring table : 



Searched: 



February 12, 2006, 19:02:55 ; Search time 47 Seconds 

(without alignments) 
462.632 Million cell updates/sec 

US-10 -601-011- l_COPY_126_388 
1383 

1 RQWALEDFEIGRPLGKGKFG SQRPMLREVLEHPW I TANS S 263 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



572060 



572060 seqs, 82675679 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/l/iaa/5_COMB .pep : * 

2 : /cgn2_6/ptodata/l/iaa/6_COMB .pep : * 

3 : /cgn2_6/ptodata/l/iaa/H_COMB .pep : * 

4 : /cgn2_6/ptodata/l/iaa/PCTUS_COMB.pep: * 

5 : /cgn2_6/ptodata/l/iaa/RE_COMB.pep: * 

6 : /cgn2_6/ptodata/l/iaa/backf ilesl .pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 

Match Length DB 


ID 


Description 


1 


1383 


100.0 


403 


1 


US-08-755-728-4 


Sequence 


4, Appli 


2 


1383 


100.0 


403 


1 


US-08-974-655-4 


Sequence 


4, Appli 


3 


1383 


100.0 


403 


2 


US-09-283-011-4 


Sequence 


4, Appli 


4 


1383 


100.0 


403 


2 


US-09-012-135A-4 


Sequence 


4, Appli 


5 


1383 


100.0 


403 


2 


US-09-784-332-4 


Sequence 


4, Appli 


6 


1383 


100.0 


403 


2 


US-10-209-324-2 


Sequence 


2, Appli 


7 


1383 


100.0 


488 


2 


US-09-949-016-10461 


Sequence 


10461, A 


8 


1383 


100.0 


488 


2 


US-09-949-016-10462 


Sequence 


10462, A 


9 


1044 


75.5 


344 


1 


US-08-755-728-3 


Sequence 


3, Appli 


10 


1044 


■ 75.5 


344 


1 


US-08-974-655-3 


Sequence 


3, Appli 


11 


1044 


75.5 


344 


2 


US-09-283-011-3 


Sequence 


3, Appli 



1 9 
X Z 


1 C\AA 
X U ft ft 


7 5 

/ 3 


c 
. 3 


1 A A 
3 ft ft 


9 
z 


TTC 


_ n q 
- U y 


_ n 1 9 
u xz 


1 oca_i 

-13 DA" 3 




3 , App 1 1 


1 ^ 


1 n A A 
XUft ft 


/ 3 


c 
. 3 


"3 A A 


z 


TTC 

Uo 


- v y 


- /o4 


- J -5 z - 3 


Sequence 


3 , App 1 1 


Xft 


1 OAA 
X Uftft 


7 5 
/ 3 


. 3 


3 O 3 


z 


TTC 


- u y 


- Q A Q 

- y ft y 


- u 10 - y ozo 


oequence 


y 0 z 0 , Ap 


1 5 


i 019 5 

± U .3 Z . 3 


74 
/ ft 


7 


147 
3 ft / 


1 


TTQ 
Uo 


- O Q 
u y 


-016 
U X 0 


- n n n - 1 

U U U X 


oequence 


1 , App 1 i 


1 6 
J. o 


109 9 

X U Z -7 


74 


A 
. ft 


141 
3 ft 3 


z 


TTQ 
UO 


- O Q 

\jy 


-4 fl 5 
ft O 3 


- 5 1 A - A 

- 33 ft ft 


oequence 


ft / App X 1 


17 


891 


64 


g 4 


416 

1 JO 




TTQ 
u 0 


_ 0 Q 

V -7 


-4R5 
*± 0 3 


-514-1 R 
3 3 1 X O 


oc queue c 


1 fl Arml 

X O / P -L 


18 


701.5 


50 


, 7 


412 


2 


US 


-0 9 


-4 R 5 
*± 0 3 


-514-1 0 

3 3 t X -7 


Q a m 1 on pp 

ocqucxxcc 


1 0 a -nr>l 

±y 1 M.LJIJX 


19 


666 . 5 


48 


. 2 


51 0 


2 


us 


-09 


-94R 


- 796 A- 1 R5 1 1 

/ywn. X03X3 




1 R 5 1 1 A 

X O 3 X 3 / 


20 


5 01.5 


16 


• -> 


971 


1 

X 


TTQ 
uo 


-OR 


_ 9 C9 
Z 3 z 


- QQ5D- 1 O 
y y du x u 


oequence 


1 O arvr»1 


9 1 


501 5 

-J U J. . -J 


16 


• 3 


971 
z / 3 


X 


TTQ 
UO 


-OR 
UO 


- R 14 
O 3 ft 


- 1 O R - 1 0 
x u 0 x u 


oequence 


XU , /\ppx 


22 


501 5 

J V X . J 




*5 
• 3 


416 


1 

X 


TTQ 
uo 


-OR 
U O 


-9 59 
z 3 z 


- QQ5D- 9 
-7 -7 3 U Z 


oequence 


2 , Appli 


9 1 


501 5 

J U 1 . J 


1 6 


. 3 


416 

ft J. D 


1 

X 


TTQ 
UO 


-OR 
UO 


- R 14 

- O 3 ft 


- 1 O fl - 9 

- XU 0 Z 


oequence 


2 # App 1 i 


94 


501 5 


1 6 
3 O 


. 3 


4 64 
ft Oft 


1 

X 


TTQ 
UO 


-OR 
UO 


-9 59 
— Z 3 Z 


- Q Q 5Ti - ^ 


oequence 


6 , App 1 i 


9 5 
Z 3 


501 5 


J D 


. 3 


AC A 
ft Oft 


X 


TTC 
Uo 


Uo 


_ Q O A 
- O 3 ft 


1 AO £ 

- 1U 0 - 0 


Sequence 


0 , App 1 1 


96 
z 0 


501 5 


1 6 


. 3 


Q9 5 
y Z 3 


X 


TTC 
Uo 


Uo 


.OCT 
- Z 3Z 


- yy 3JJ-4 


Sequence 


4 , App 1 1 


07 


501 5 


1 6 
3 O 


. 3 


Q9 5 
_7Z 3 


X 


TTC 
UO 


-OR 
UO 


- fl 1 A 
O 3 ft 


_ i n q _ a 

XU O ft 


Sequence 


4 , App 1 i 


9 fl 
z 0 


ft y / • o 


1 6 
3 O 


. u 


Z 3 O 


Z 


TTC 
Uo 


u y 


- Q C A 

- y oft 


- yoo - / z 


Sequence 


12, Appl 


29 


4 81.5 


14 


Q 
• 0 


9 56 
z 3 0 


O 

z 


TTQ 
u 0 


-09 


-064 
y 0 ft 


J?3 O /ft 


oequence 


/ 4 / App 1 


30 


474 


14 




9 60 

Z D U 


1 

X 


TTQ 
u 0 


-07 


- R57 

— 03/ 


- 994"R-6 

Z Z ft 15 O 


oequence 


6 / App 1 i 


3 1 


468 


33 


. 8 


1 97 


9 
z 


TTQ 
u 0 


_ n q 

U j7 


- 4 fl 7 
ft 0 / 


- 55AR-4 OO 
jjOD 4 UU 


oequence 


ft U U / App 


32 


466 


3 3 


t 7 


■3QQ 


9 
z 


TTQ 
u 0 


- O Q 
u _7 


- 5 1 R 
3 3 O 


-009 - 50 1 
U-7Z — 3 U X 


oequence 


CA1 TV -t-v-r^ 

3 U 1 , App 


33 


466 


33 


# 7 


19R 
j 0 


9 
z 


TTQ 
uo 


-00 
u y 


- 4 R7 
ft O / 


-55RR-404 
jjOD IUt 


oequence 


ft U ft , App 


14 


4 57 
*± 3 / 


1 1 
3 3 


. u 


99 7 
z z / 


9 
Z 


TTQ 
UO 


_ n q 

U J? 


- 9 9 n 
z / u 


/o / -ftbo3U 


Sequence 


A ez O C A 7\ 

4oob0 / A 


1 5 


4 5*} 5 


1 9 
3 z 


. 0 


44 6 
ft ft D 


9 
z 


TTQ 
UO 


-no 

U -7 


_ fl 9 A 
- O Z ft 


_ 9 O C 9 
/ 3 3 Z 


Sequence 


2 , App 1 1 


,5 O 


A c: 0 
ft O 3 


3 Z 


p 


z 0 U 


1 


TTC 

Uo 


- U / 


OCT 

- 03 / 


- z Z4B - 0 


Sequence 


8 # Appli 


1 7 


44 7 
*t *± / 


1 9 
3 Z 


. 3 


9 C Q 

Z 3 O 


X 


TTC 

Uo 


- u / 


OCT 
"Ob/ 


"5 O yl "D C 
-ZZft.b-3 


Sequence 


r- TV T ' 

5, Appli 


3 8 


44 5 


1 9 
3 z 


• z 


51 1 


9 
Z 


TTC 
UO 


_ n q 


O 3 3 


- 3Z Ol5-fi 


Sequence 


4, Appli 


39 


444 


32 


. 1 


832 


2 


US 


-10 


-464 


-919-9 




Z , JnLy Ly X X 


40 


444 


32 


. 1 


1058 


2 


US 


-10 


-464 


-939-4 


Sequence 


4, Appli 


41 


443 


32 


.0 


380 


2 


US 


-09 


-487 


-558B-402 


Sequence 


4 02, App 


42 


437.5 


31 


.6 


330 


2 


US 


-09 


-248 


-796A-18497 


Sequence 


18497, A 


43 


437 


31 


.6 


260 


1 


US 


-07 


-857 


-224B-7 


Sequence 


7, Appli 


44 


435.5 


31 


.5 


268 


2 


US 


-09 


-430 


-564-12 


Sequence 


12 , Appl 


45 


435.5 


31 


.5 


482 


2 


US 


-09 


-430 


-564-2 


Sequence 


2, Appli 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: February 12, 2006, 19:04:35 ; Search time 16 Seconds 

(without alignments) 
215.702 Million cell updates/sec 

Title : US-10-601-011-1_COPY_126_388 
Perfect score: 1383 

Sequence: 1 RQWALEDFEIGRPLGKGKFG SQRPMLREVLEHPWITANSS 263 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 97014 seqs, 13122538 residues 



Total number of hits satisfying chosen parameters: 97014 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Published_Applications_AA_New : * 

1 : /cgn2_6/ptodata/l/pubpaa/US08_NEW_PUB .pep : * 

2 : /cgn2_6/ptodata/l/pubpaa/US06_NEW_PUB.pep:* 

3 : /cgn2_6/ptodata/l/pubpaa/US07_NEW_PUB.pep:* 

4 : /cgn2_6/ptodata/l/pubpaa/PCT_NEW_PUB.pep:* 

5 : /cgn2_6/ptodata/l/pubpaa/US09_NEWJPUB.pep: * 

6 : /cgn2_6/ptodata/l/pubpaa/US10_NEW_PUB.pep:* 

7 : /cgn2_6/ptodata/l/pubpaa/USll_NEW_PUB .pep : * 

8 : /cgn2_6/ptodata/l/pubpaa/US60 JSTEW_PUB .pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


1383 


100 


.0 


403 


6 


US- 


10 


-523 


-477- 


11 


Sequence 


11, 


Appl 


2 


1383 


100 


.0 


403 


6 


US- 


10 


-770 


-726- 


83 


Sequence 


83, 


Appl 


3 


1383 


100 


.0 


403 


6 


US- 


10 


-770 


-726- 


85 


Sequence 


85, 


Appl 


4 


1383 


100 


.0 


403 


7 


US- 


11 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus _p2n model 



Run on: 



February 14, 2006, 20:22:30 ; Search time 517 Seconds 

(without alignments) 
3390.356 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-601-011-1_COPY_126_388 
1383 

1 RQWALEDFEIGRPLGKGKFG SQRPMLREVLEHPWITANSS 263 



Scoring table: 



BLOSUM62 
Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



4996997 seqs , 3332346308 residues 



Total number of hits satisfying chosen parameters; 



9993994 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-MODEL=f rame+_p2n .model -DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10601011/runat_12 022 006_150910_1332l/app_query. fasta_l 
-DB=N_Geneseq -QFMT=fastap -SUFFIX=rng -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=10 0 -THR_MIN=0 -ALIGN=15 - MODE = LOCAL 
-OUTFMT=pto -N0RM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 -HOST=abss05p 
-USER=US10601011_@CGN_l_l_10 96_@runat_12 022 006_150910__13321 -NCPU-6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIME0UT=12 0 
- W ARN_T I MEOUT =30 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP =6 -FGAPEXT=7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



Database : N_Geneseq_21 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2 001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8: geneseqn2003as : * 

9 : geneseqn2003bs : * 

10 : geneseqn2003cs : * 

11 : geneseqn2003ds : * 

12 : geneseqn2004as : * 



13 : geneseqn2004bs : * 
14 : geneseqn2005s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame _plus_p2n model 

Run on: February 14, 2006, 21:18:18 ; Search time 878 Seconds 

(without alignments) 
2477.046 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-601-011-1_COPY_126_388 
13 83 

1 RQWALEDFE IGRPLGKGKFG SQRPMLREVLEHPWITANSS 263 



Scoring table: 



BLOSUM62 
Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



9793542 seqs, 4134689005 residues 



Total number of hits satisfying chosen parameters: 



19587084 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Command line parameters: 
-MODEL=f rame+_p2n . model -DEV=xlh 

-Q=/abss/ABSSWEB_spool/US1060101l/runat_12 022 006_15 0918_134 87/app_query. fasta_l 
-DB=Published_Applications__NA_Main -QFMT=fastap -SUFFIX=rnpbm -MINMATCH=0 . 1 
-LOOPCL=0 -LOOPEXT=0 -UNITS=bitS -START=1 -END=-1 -MATRIX=blosum62 
-TRANS=human40.cdi -LIST=45 -D0CALIGN=2 00 -THR_SCORE=pct -THR_MAX=100 
-THR_MIN=0 -ALIGN=15 -M0DE=L0CAL -0UTFMT=ptO -NORM=ext -HEAPS IZE=500 -MINLEN=0 
-MAXLEN=2000000000 -HOST=abss03h 

-USER=US10601011_@CGN_l_l_102 6_@runat_12 022 006_150918_134 87 -NCPU=6 -ICPU=3 
- NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEVJrIMEOUT=120 
- WARN_T I MEOUT =30 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP=6 -FGAPEXT=7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



Database : Published_Applications_NA_Main : * 

1 : /cgn2_6/ptodata/l/pubpna/US07_PUBCOMB . seq : * 

2 : /cgn2_6/ptodata/l/pubpna/US08_PUBCOMB . seq : * 

3 : /cgn2_6/ptodata/l/pubpna/US09A_PUBCOMB. seq: * 

4 : /cgn2_6/ptodata/l/pubpna/US09B_PUBCOMB. seq: * 

5 : /cgn2_6/ptodata/l/pubpna/US10A_PUBCOMB . seq: * 

6 : /cgn2_6/ptodata/l/pubpna/US10B_PUBCOMB. seq: * 

7 : /cgn2_6/ptodata/l/pubpna/US10C_PUBCOMB.seq:* 

8 : /cgn2_6/ptodata/l/pubpna/US10D_PUBCOMB. seq: * 

9 : /cgn2_6/ptodata/l/pubpna/US10E_PUBCOMB . seq: * 
10 : /cgn2_6/ptodata/l/pubpna/USll_PUBCOMB. seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


1383 


100 


.0 


2070 


6 


US- 


10 


-264 


-049-915 


Sequence 


915, App 


2 


1383 


100 


.0 


2146 


5 


US- 


10 


-071 


-766-83 


Sequence 


83, Appl 


3 


1383 


100 


.0 


2198 


3 


US- 


09 


-012 


-135A-2 


Sequence 


2, Appli 


4 


1383 


100 


.0 


2198 


3 


US- 


09 


-784 


-332-2 


Sequence 


2, Appli 


5 


1383 


100 


.0 


2198 


8 


US- 


10 


-734 


-126-2 


Sequence 


2, Appli 


6 


1383 


100 


.0 


2237 


6 


US- 


10 


-240 


-965-252 


Sequence 


252, App 


7 


1383 


100 


.0 


2253 


6 


US- 


10 


-172 


-118-929 


Sequence 


92 9, App 


8 


1383 


100 


.0 


2253 


6 


US- 


10 


-388 


-360-323 


Sequence 


323, App 


9 


1383 


100 


.0 


2253 


6 


US- 


10 


-295 


-027-989 


Sequence 


989, App 


10 


1383 


100 


.0 


2253 


7 


US- 


10 


-342 


-887-929 


Sequence 


929, App 


11 


1383 


100 


. 0 


2253 


7 


US- 


10 


-188 


-832-34 


Sequence 


34, Appl 


12 


1383 


100 


.0 


2253 


8 


US- 


10 


-751 


-736-2 


Sequence 


2, Appli 


13 


1383 


100 


.0 


2253 


8 


US- 


10 


-781 


-581-186 


Sequence 


186, App 


14 


1383 


100 


. 0 


2253 


9 


us- 


10 


-848 


-755A-115 


Sequence 


115, App 


15 


1383 


100 


. 0 


2283 


5 


us- 


10 


-198 


-846-10281 


Sequence 


10281, A 


16 


1383 


100 


.0 


2284 


3 


US- 


09 


-814 


-353-21674 


Sequence 


21674, A 


17 


1383 


100 


. 0 


2347 


5 


us- 


10 


-209 


-324-1 


Sequence 


1, Appli 


18 


1363 


98 


.6 


2148 


6 


us- 


10 


-240 


-965-251 


Sequence 


251, App 


19 


1332 


96 


.3 


1209 


9 


us- 


10 


-745 


-237-261 


Sequence 


2 61, App 


20 


1332 


96 


.3 


2033 


6 


us- 


10 


-172 


-118-881 


Sequence 


881, App 


21 


1332 


96 


.3 


2033 


7 


us- 


10 


-342 


-887-881 


Sequence 


881, App 


22 


1332 


96 


.3 


2033 


9 


us- 


10 


-848 


-755A-110 


Sequence 


110, App 


23 


1332 


96 


.3 


2033 


9 


us- 


10 


-509 


-599-13 


Sequence 


13, Appl 


24 


1284 


92 


.8 


1500 


7 


us- 


10 


-087 


-684-13 


Sequence 


13, Appl 


25 


1284 


92 


. 8 


1500 


7 


us- 


10 


-218 


-779-13 


Sequence 


13 , Appl 


26 


1044 


75 


.5 


1035 


9 


us- 


10 


-745 


-237-263 


Sequence 


263, App 


27 


1044 


75 


.5 


1224 


5 


us- 


10 


-171 


-311-213 


Sequence 


213, App 


28 


1044 


75 


.5 


1224 


6 


us- 


10 


-172 


-118-1004 


Sequence 


1004, Ap 


29 


1044 


75 


.5 


1224 


6 


us- 


10 


-295 


-027-202 


Sequence 


202, App 


30 


1044 


75 


.5 


1224 


6 


us- 


10 


-173 


-999-100 


Sequence 


100, App 


31 


1044 


75 


.5 


1224 


7 


us- 


10 


-342 


-887-1004 


Sequence 


1004, Ap 


32 


1044 


75 


.5 


1224 


7 


us- 


10 


-188 


-832-92 


Sequence 


92 , Appl 


33 


1044 


75 


.5 


1244 


3 


us- 


09 


-012 


-135A-1 


Sequence 


1, Appli 


34 


1044 


75 


.5 


1244 


3 


us- 


09 


-784 


-332-1 


Sequence 


1, Appli 


35 


1044 


75 


.5 


1244 


8 


us- 


10 


-734 


-126-1 


Sequence 


1, Appli 


36 


1044 


75 


.5 


1261 


8 


us- 


10 


-335 


-053-258 


Sequence 


258, App 


37 


1043 


75 


.4 


1168 


3 


us- 


09 


-920 


-300A-1709 


Sequence 


1709, Ap 


38 


1043 


75 


.4 


1168 


5 


us- 


10 


-033 


-528-1709 


Sequence 


1709, Ap 


39 


1043 


75 


.4 


1168 


6 


us- 


10 


-099 


-926-1709 


Sequence 


1709, Ap 


40 


1043 


75 


.4 


1168 


9 


us- 


10 


-961 


-527-1709 


Sequence 


1709, Ap 


41 


1032 .5 


74 


.7 


1272 


3 


us- 


09 


-974 


-298-135 


Sequence 


135, App 


42 


1032 .5 


74 


.7 


1272 


5 


us- 


10 


-116 


-802-135 


Sequence 


135, App 


43 


1032 .5 


74 


.7 


1272 


5 


us- 


10 


-084 


-817-314 


Sequence 


314, App 


44 


1031 


74 


.5 


1197 


7 


us- 


10 


-403 


-571-97 


Sequence 


97, Appl 


45 


1031 


74 


.5 


1923 


9 


us- 


10 


-764 


-420-1670 


Sequence 


1670, Ap 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: February 12, 2006, 18:58:35 ; Search time 43 Seconds 

(without alignments) 
588.489 Million cell updates/sec 

Title: US-10-601-011-1_COPY_126_388 
Perfect score: 1383 

Sequence: 1 RQWALEDFEIGRPLGKGKFG SQRPMLREVLEHPWITANSS 263 



Scoring table : BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



283416 seqs, 96216763 residues 



Total number of hits satisfying chosen parameters: 



283416 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : PIR_80:* 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4 : pir4 : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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protein kinase (EC 


6 


933.5 
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51 1 

J X X 


1 

X 


A56009 

r\-J D \J V 27 
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38 


444 . 5 


32 . 


, 1 
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2 


A544 00 
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39 


443 . 5 


32 . 


, 1 


301 


1 


A4 0 8 1 1 


mvosin-1 iaht -chain 


40 


443 .5 


32, 


. 1 


510 


2 


T04145 


serine/threonine p 


41 


443 


32 , 


.0 


380 


1 


0KBYC2 


protein kinase (EC 


42 


441 


31. 


.9 


425 


2 


S41099 


protein kinase (EC 


43 


440 


31. 


.8 


481 


2 


JE0377 


p70 S6 kinase (EC 


44 


439 


31. 


.7 


' 648 


1 


JQ1150 


protein kinase (EC 


45 


438 


31. 


.7 


1245 


2 


D86260 


protein T12C24.22 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: February 12, 2 006, 18:57:06 ; Search time 252 Seconds 

(without alignments) 
736.325 Million cell updates/sec 

US- 10 -601-011- l_COPY_12 6_3 88 
Perfect score: 1383 

1 RQWALEDFEIGRPLGKGKFG SQRPMLREVLEHPWITANSS 263 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Title ; 
Perf ec 
Sequence : 

Scoring table: 



Searched: 2166443 seqs, 705528306 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2166443 



Database 



UniProt_05.80:* 
1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 



Query 



tfo. 


Score 


Match Length DB 


ID 


Description 


1 


1383 


100 


.0 


403 


1 


STK6_HUMAN 


014965 


homo sapien 


2 


1334.5 


96 


.5 


405 


2 


Q4R1K4_PIG 


Q4rlk4 


sus scrofa 


3 


1310 


94 


.7 


397 


1 


STK6_RAT 


P59241 


rattus norv 


4 


1305 


94 


.4 


386 


2 
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Q8c3h8 


mus musculu 


5 


1305 


94 


.4 


395 


1 
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mus musculu 
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1305 


94 


.4 


395 


2 
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407 


2 


Q6INY9_XENLA 


Q6iny9 


xenopus lae 


12 


1150 


83 


.2 


347 


2 


Q4R9G2_MACFA 


Q4r9g2 


macaca fasc 


13 


1146 


82 


. 9 


343 


2 


Q5QPD5_HUMAN 


Q5qpd5 


homo sapien 


14 


1113 


80 


.5 


405 


2 


Q6DBZ4_BRARE 


Q6dbz4 


brachydanio 


15 


1075 


77 


.7 


367 


2 


Q4SS89JTETNG 


Q4ss89 


tetraodon n 



1 

X o 


Xw JO 


7fi 




^90 

O Z \J 


9 

z 


O^KTW7fi RPAPR 


yOilW / O 


ux cti-iiy uauiu 


1 7 
1 / 


lUDt 


7£ 


z 


7 Cft 


z 


yDLJxrXiO AiilMXiin. 


yoypx j 


AcnopUS lac 


1 Q 
1 O 


TACT 
XUD X 


/ D . 


U 




0 
z 


yyjjr /u acjJMLlA. 


yyar / u 


xenopus iae 


1 Q 

x y 


1 HA 9 
X U *± / 


7 1; 


n 

1 




9 
Z 


nfl.Tn74 YT7TJT.a 
AILJN XjM. 


Hft-i rr74 


xenopus lac 


9 o 
z \j 


104 7 
X u *± / 


7 R 


7 


£1 
O O X 


9 
z 


nfinT?0fl 

I^OLfflUO A-ILlMXiM. 


OfiH^O ft 


ACllUpUs lac 


9 1 
z X 


i oa *7 


/ O . 


/ 


7 *7 1 


z 


A "7 7VTQ YCMT a 

y/^iiy A-bJN.UA. 


y / zycy 


xsnopus iae 


9 9 
Z Z 


1 04.4 


7 c; 




J *i 


X 




OQ^rrrJ4 

y y oyurt 


nouio bdpien 


Z J 


IvJl 


74 


c: 
-j 


O *± *i 


z 




y / y X7C / 


en 0 e* f** v" ^ ^ 
oUS bL-IUld 


94. 
z i 




74 


c: 
-j 


^4. ^ 
J *± J 


1 

X 




O701 9fi 
/ u X z 0 


lILUo IllUbtUlU 


9 R 
z j 


i o*} i 

X W Jj X 


74 




Jj *± j 


9 
z 


OftPfiPl MOTT^P 


Oftr'fir'l 


mi \ e TTii 1 o^n 1 n 
lllUo IIlubLUlU 


26 


iu j l 


74 . 




J T U 


9 
z 




Ofi"i rrcR 

y« j go 0 


JJi auuy uailiu 


2 7 


109 9 
J- \J z> 


74 


4 


Jt J 


1 

X 


ATTPKR PAT 


ORt: 0 QQ 


IdLLUb 110X7V 


9 ft 
z o 


1 09 Q 


74 


/I 
*± 


J ft J 


9 
Z 


r > 4\/ r ft"NT1 "DAT 


PlAirft n 1 

y^fc vanx 


raccus no xv 


9 Q 

Z J7 


1UZ J 


74 


X 


7 A A 


9 
Z 


y / IKLO OVJVXIN 


y /yrco 


DOS CdUiUS 


1 o 


1 O T "7 




c 
D 


O Q Q 

z 0 y 


z 


n£7\ r7 "V O UT TM A TvT 

y oAZ« x 0 nUriAJNI 


Q6azy8 


homo sapien 


j X 


1 Ol 9 
X U X / 


7 1 


C 

D 


9 QO 
Z y U 


9 
Z 


n^FkT *7 0 TJTTMA'NT 


ybaizu 


homo sapien 


*3 9 
J z 


1 A1 T 

1U1 / 






JUb 


z 


HCV1 Ol UTTMRM 

y o i iy 1 HUrLAINI 


ybyiy 1 


homo sapien 




1017 

X \J X / 


77 


c 
D 


7 OQ 


X 




non /t Vv q 
y yuqoy 


nomo sapien 


T 4. 


1 007 
X u u / 


79 

/ Z . 


Q 
O 


9 7 0 
Z / U 


9 
z 




y^ x cno 


^ #a +* "V^ 1 *-\ z^-v /*3 v\ 

ucLidoaon n 


j O 




D y . 


D 


9 7 £ 
Z / D 


9 

z 


ACDOflQ MPtTTCl? 


y opz u y 


mus musculu 






O -7 . 


O 


9 ft9 
z 0 z 


1 

X 


ATTPTfP 1^/1011^17 

riUXvXVV^ rlUUOD 


Hft QAAt: 

L/O o^*tD 


mus muscuiu 


37 


935 . 5 


67 . 




2 92 


2 


OR c ?NH4 OPY^A 

V JOlMni UI\Ign 


V- 3 0 1111*1 


UiyZa bdLlv 


^ ft 

3 o 




£7 


c 
D 


9 ft 9 
z 0 z 


9 

z 


Oft9 7 0Q ADZiT'U 


uozj uy 


arajjiaopsis 




-7 J J . J 


£7 


c 
D 


9 ft ft 
zoo 


9 
z 


HCQ^PQ 2iT5A TU 


yo 0 jcy 


arabidopsis 


40 


926 


67. 


0 


432 
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oryza sativ 


41 
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66. 


9 
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2 
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arabidopsis 


42 
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66. 


8 


294 


2 
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arabidopsis 


43 


913 
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404 
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ARK1 SCHP0 
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schizosacch 



